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Abstract: Human botulism can be caused by botulinum neurotoxin (BoNT) serotypes A to G. Here,
we present an antibody-based antitoxin composed of four human monoclonal antibodies (mAbs)
against BoNT/C, BoNT/D, and their mosaic toxins. This work built on our success in generating
protective mAbs to BoNT /A, B and E serotypes. We generated mAbs from human immune single-
chain Fv (scFv) yeast-display libraries and isolated scFvs with high affinity for BoNT/C, BoNT/CD,
BoNT/DC and BoNT/D serotypes. We identified four mAbs that bound non-overlapping epitopes
on multiple serotypes and mosaic BoNTs. Three of the mAbs underwent molecular evolution to
increase affinity. A four-mAb combination provided high-affinity binding and BoNT neutralization
of both serotypes and their mosaic toxins. The mAbs have potential utility as therapeutics and
as diagnostics capable of recognizing and neutralizing BoNT/C and BoNT/D serotypes and their
mosaic toxins. A derivative of the four-antibody combination (NTM-1634) completed a Phase 1
clinical trial (Snow et al., Antimicrobial Agents and Chemotherapy, 2019) with no drug-related
serious adverse events.

Keywords: botulinum neurotoxin; oligoclonal antibodies; serotype C botulism; serotype D botulism;
recombinant antibodies; antibody engineering; mouse neutralization assay; botulinum antitoxin

Key Contribution: We report the generation of highly potent antibodies to botulinum serotypes C,
D and their mosaics that bind non-overlapping epitopes, and that provide protection in an animal
model of disease. Four of the antibodies reported here form the basis of an antitoxin for botulism
due to serotypes C and D and are now in clinical development.

1. Introduction

Botulism is an acute life-threatening flaccid paralysis caused by botulinum neurotoxins
(BoNTs) produced by Clostridium species [1,2]. At least seven immunologically distinct
serotypes of BoNTs have been reported: A–G [3,4]. The majority of naturally occurring
human botulism is caused by serotypes A, B, E, and F. While BoNT C and BoNT/D
primarily intoxicate non-humans, there is significant evidence that both serotypes can
intoxicate humans. BoNT/CD causes botulism in avian species, both in the wild and in
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domestic flocks [5–7]. Massive outbreaks have occurred in wild waterfowl [8–10]. Type C
typically occurs in mammals such as dogs [11–13], mink [14], horses [15,16], and cattle [17].
BoNT/D and mosaic-type BoNT/DC botulism outbreaks are rare and are usually associated
with horses [18] and cattle [19–21]. In cattle, outbreaks have high fatality rates [22,23]. Rare
human outbreaks of botulism due to types C and D have been reported [24–26]; two cases
of foodborne botulism and one case of infant botulism were attributed to BoNT/C [27],
while several people fell ill from BoNT/D botulism [24] attributed to tainted ham.

Mosaic-type BoNT/CD was shown to be therapeutically active in treating dystonia
in humans [28] and BoNT/D was proposed as an alternative treatment for patients not
responding to BoNT/A or BoNT/B drugs [29]. Both BoNT/C and BoNT/DC are lethal to
non-human primates when exposed via the aerosol route [30].

BoNT serotypes A, B, E, and F all exist as multiple subtypes which differ from each
other in amino acid sequence to an extent that impacts the ability of monoclonal antibodies
(mAbs) and polyclonal serum to bind and neutralize the toxin [4,31–34]. No subtypes of
BoNT/C or BoNT/D have been reported: published BoNT/C and BoNT/D sequences each
show ≥99.9% identity within toxin type/variant [27,35–37]. While serological analysis
indicated the presence of both C and D serotypes in some clostridial species, subsequent
sequence analysis revealed that these are mosaic toxins, i.e., toxins that contain portions of
both BoNT/C and BoNT/D as well as a unique sequence [38]. Mosaic BoNT/CD has high
identity to BoNT/C for the amino-terminal two thirds of the toxin (light chain (LC) and
translocation domain HN) and high identity to BoNT/D for the carboxy-terminal one third
(binding domain HC). Similarly, mosaic BoNT/DC has high identity to the BoNT/D LC
(96%) and HN (92%) and significant identity (78%) to BoNT/C HC.

The high potency and lethality of BoNTs make them the highest level of biothreat
agent [39]. Because of the threat of the use of BoNTs by those of ill intent, the Public
Health Emergency Medical Countermeasure Enterprise (PHEMCE) has a requirement
for polyclonal BoNT antitoxin for the National Stockpile in the case of intentional bo-
tulism [40]. The antitoxin that is currently stockpiled for treatment for adult botulism
is derived from horse plasma, and equine botulism antitoxin (BAT) treats botulism due
to serotypes A–G [41]. As BAT is a non-human protein, it is immunogenic, and adverse
effects including serum sickness and asystole have been reported [41]. To reduce immuno-
genicity, the equine antibodies are proteolyzed to remove the Fc portion of the equine
IgG, resulting in a combination F(ab’) and F(ab’)2 product. However, Fc removal also
reduces the antibody’s half-life and as a result, BAT serum half-lives range from 7.5 to
34.2 h, depending on the serotype [41]. Such a short half-life means that BAT cannot be
used to prevent botulism. Furthermore, there have been reports of relapses of human bo-
tulism after treatment with BAT [42]. The use of BAT in a mass casualty situation could be
challenging or unfeasible because BAT requires slow IV infusion in a volume of 200 mL [41].
As an alternative, the National Institute of Allergy and Infectious Diseases (NIAID) has
funded next-generation, recombinant antibody antitoxins that are serotype specific. It has
previously been shown that monoclonal antibody combinations (three mAbs/serotype)
potently neutralize BoNT through several mechanisms, including eliciting first pass clear-
ance through the liver [31,32,43,44]. Single mAbs or mAb pairs do not provide the requisite
potency. A combination of three mAbs increases the potency by two to three orders of
magnitude compared to individual mAbs [31,43].

While vaccines for botulism in cattle due to type C and D toxin [45] are being designed,
this is not a priority for humans due to the rarity of these serotypes causing disease.

For this work, we sought to generate human BoNT/C and BoNT/D mAbs that, when
combined, potently neutralized each of these BoNTs and their mosaic toxins. There is a
general requirement for no fewer than three mAbs to potently neutralize a particular toxin
serotype. This would mean a BoNT/C and BoNT/D combination antitoxin would require
six mAbs. Given the high level of sequence homology in BoNT/C, BoNT/D, and their
mosaics, we focused on identifying broadly reactive mAbs that could bind and neutralize
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both BoNTs and their mosaic toxins to decrease the number of mAbs required for effective
protection against both toxin types.

2. Results
2.1. BoNT/C and BoNT/D Sequence Analysis and Modeling

To better understand differences and similarities in the structural epitopes of BoNT/C
and BoNT/D, we aligned their amino acid sequences [46] and analyzed their identity by
domain (Table 1). While overall BoNT/C and BoNT/D differed from each other by 49%,
the HN of the two BoNTs and their mosaics differed at most by 32%. This observation
suggested that it might be possible to generate cross-reactive mAbs binding the HN domain
of BoNT/C and BoNT/D and their mosaic toxins. This level of difference is similar to the
31.6% difference between BoNT/F1 and BoNT/F7, where we were successful in generating
cross-reactive and cross-protective antibodies. [31].

Table 1. Percentage of amino acid identities among domains of BoNT C and D and their mosaic BoNTs.

Holotoxin LC HN HC

BoNT/C vs.:
BoNT/CD 76.0% 96.2% 93.0% 41.6%
BoNT/DC 64.7% 47.1% 67.7% 75.8%

BoNT/D 51.2% 46.8% 67.9% 38.9%
BoNT/CD vs.:

BoNT/DC 51.9% 47.5% 69.4% 39.1%
BoNT/D 68.7% 47.3% 69.2% 89.8%

BoNT/DC vs.:
BoNT/D 76.5% 98.2% 95.8% 40.9%

LC = the light chain, or enzymatic domain; HN = the translocation domain, within the amino terminal half of the heavy chain; HC = the
carboxy terminal half of the heavy chain, containing the receptor-binding domain. Sequences used were as described in [46].

To visualize epitope differences between BoNT/C and BoNT/D, a structural model
of BoNT/C was generated. Side chain differences between BoNT/C and BoNT/CD,
BoNT/DC and BoNT/D were then modeled, and the chemical differences of each amino
acid side chain were compared, where side chains that are identical are colored white and
the most chemically different side chains are colored red (Figure 1). This approach was
previously applied to BoNT/A, BoNT/B, BoNT/E, and BoNT/F.
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Figure 1. Comparison of sequences of BoNT/C and BoNT/D and their mosaic toxins. The BoNT/C model was constructed
by merging the BoNT/C LC crystal structure (pdb ID: 2QN0) and a model of the BoNT/C LC-HN based on the BoNT/A
crystal structure (pdb ID: 2NYY). Sequences were as shown in [46]. BoNT/CD, BoNT/DC and BoNT/D were compared to
the BoNT/C by using the tool Multalin (http://multalin.toulouse.inra.fr/multalin, accessed on 2 September 2021) and were
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visualized using ESPript 3 (http://espript.ibcp.fr, accessed on 2 September 2021). The physiochemical similarity of amino
acids is indicated on a color scale between red and white. White indicates 100% amino acid identity and red indicates 0% no
identity. The panel “All 4 toxins” designates a comparison between identity and differences of all four BoNTs simultaneously.

The results of the modeling (Figure 1) identified regions in the HN and LC that are
identical or homologous in both BoNT/C and BoNT/D and in the mosaic toxins that could
provide targets for the generation of cross-reactive antibodies. This result confirmed our
hypothesis that amino acid identities among these toxins should provide ample antigenic
targets for the development of cross-reactive mAbs capable of binding and neutralizing
these BoNT serotypes and variants.

2.2. Generation and Characterization of Human Monoclonal Antibodies

To generate recombinant mAb-based antitoxins to treat type C and D botulism, pre-
viously generated yeast-displayed scFv libraries constructed from humans immunized
with pentavalent BoNT toxoid (serotypes A, B, C, D, and E) [32] were sorted for binding
to BoNT/C and to BoNT/DC. BoNT/DC was used for sorting, as BoNT/D was not com-
mercially available. BoNT/DC is being sold as BoNT/D, but in fact is from a strain that
produces BoNT/DC [47].

A panel of 15 unique scFvs binding BoNT/C were isolated by sorting libraries on
pure BoNT/C toxin (Table 2). The mAbs ranged in affinity from 0.19–64 nM, with a mean
of 15.6 nM. A panel of 13 scFvs binding BoNT/DC were isolated by sorting libraries
on pure BoNT/DC toxin. The mAbs ranged in affinity from 0.5–182 nM, with a mean
of 33.6 nM (Table 2). Yeast-displayed scFvs were then screened for binding to crude
culture supernatants prepared from Clostridial strains producing BoNT/CD and BoNT/D
(Table 2). Since the concentration of BoNT in the supernatants is not known, it was not
possible to measure a KD value and only the presence or absence of binding is shown.
These studies identified four scFv antibodies, 4C4, 8DC1, 4C10 and 8DC4, that bound to
BoNT/C, BoNT/CD, BoNT/DC, and BoNT/D. Two of these cross-reactive scFvs came
from sorting on BoNT/C (4C4, 4C10) and two from sorting on BoNT/DC (8DC1, 8DC4).
Other mAbs were generated (e.g., 4C2, 87C1, 8DC8) that bound pairs of BoNTs, such as
BoNT/C and BoNT/CD, or BoNT/DC and BoNT/D. IgGs were constructed from nine of
the scFvs, including the four scFvs binding BoNT/C, BoNT/CD, BoNT/DC, and BoNT/D.
As observed with scFvs binding other BoNT serotypes, IgG affinities were generally higher
than the scFvs from which they were constructed (Table 2).

Table 2. Characteristics of lead yeast-displayed scFv BoNT/C and BoNT/DC antibodies.

Clone a Epitope
Yeast-Displayed scFv KD by FACS (×10−9 M−1) IgG KD (×10−12 M)

C CD DC D C DC

4C4 HN 3.0 + 10.5 + 888 597
4C10 LC 1.1 + 107 + 401 ND
8DC1 HN 11 + 5.2 + 1800 95
8DC4 HN 3.0 + 39 + 1400 b 591 b

1C1 HN 0.5 NB NB NB 1.6 NB
1C2 ND 24 NB NB NB
1C8 ND 42 NB >200 NB
87C1 HN 2.0 + NB NB
87C2 HN 7.0 NB NB NB

87C78 LC-HN 1.0 + NB NB 0.42 NB
4C1 LC 2.7 + NB NB
4C2 HC 0.19 NB 0.5 NB 14.7 0.51
4C3 LC 4.7 + NB NB
4C5 LC 0.14 + NB NB
4C7 ND 64 NB NB NB
4C8 ND 51 NB NB NB
4C9 LC 30 + NB NB

8DC2 HC 0.2 NB 0.5 NB 15.7 7

http://espript.ibcp.fr
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Table 2. Cont.

Clone a Epitope
Yeast-Displayed scFv KD by FACS (×10−9 M−1) IgG KD (×10−12 M)

C CD DC D C DC

8DC3 HC NB NB 16.5 + 256,000 227
8DC5 LC NB NB 15 +
8DC6 LC NB NB 43 +
8DC7 HC NB NB 16 +
8DC8 HC NB NB 7.3 +
8DC9 ND NB NB 7.6 +

8DC10 LC NB NB 12 +
8DC11 HC NB NB 20 +
8DC12 LC NB NB 73 +
8DC13 LC NB NB 182 +

The absence of binding is indicated by a “+” for studies using crude culture supernatants where the concentration of BoNT CD or BoNT/D
was unknown and a KD could not be calculated. NB = no detectable binding; ND = not determined. a mAbs with “C” in their name derived
from sorting with BoNT/C and scFv with “DC” in their name derived from sorting with BoNT/DC. b IgG KD was measured on 8DC4.1, an
affinity matured version of 8DC4 resulting from light chain shuffling.

2.3. Epitope Mapping

The BoNT domain bound by each mAb was determined by staining yeast-displayed
BoNT/C or BoNT/DC light chains (LCs), the translocation domain (HN), the light chain–
translocation domain (LC-HN), and the binding domain (HC) with each antibody, as
previously described, using either IgG or purified scFv [48]. Examples of results from
these assays are shown in Figure 2 for the IgGs 4C2, 4C4.2, 4C10.1 and 8DC4.1. The
latter three IgGs are higher-affinity variants of 4C4, 4C10 and 8DC4 which yielded better
binding signals. IgGs 4C2, 4C4.2, 4C10.1 and 8DC4.1 bind the BoNT/C HC, HN, LC and
HN, respectively (Figure 2). Epitope overlap was determined by incubating BoNT/C or
BoNT/DC with yeast-displayed scFvs and probing the captured BoNT with each of the
other scFvs or IgGs, as previously described [31]. Using these two assays, 13 of the 28 mAbs
in Table 2 could be mapped to a specific BoNT/C or BoNT/DC domain and a determination
could be made as to whether the epitope overlapped with other mAbs. These thirteen
mAbs bound seven non-overlapping epitopes: two on the LC, three on the HN and two on
the HC (Figure 3). The four mAbs (4C4.2, 4C10.1, 8DC1.2, and 8DC4.1) that recognized all
four toxins bound to three non-overlapping epitopes, two on the HN and one on the LC
(Figure 3). MAbs 4C4 and 4C10 bound unique epitopes, while 8DC1 and 8DC4 recognized
an overlapping epitope. The location of the epitopes of these cross-reactive mAbs on the
LC and HN is consistent with the locations of conserved amino acids in the BoNT models
shown in Figure 1. A fourth antibody, 4C2, bound BoNT/C and BoNT/DC with high
affinity, making it an additional candidate for neutralization studies. Thus, these studies
identified four mAbs, binding non-overlapping epitopes in each of the domains shared by
BoNT/C, BoNT/CD, BoNT/DC and BoNT/D, that could serve as lead antibodies for a
recombinant antitoxin for BoNT/C and BoNT/D.
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1 
 

 
Figure 2. Toxin Domain Binding Assay. Unlabeled IgG 4C2, 4C4.2, 4C10.1 and 8DC4.1 were analyzed
for binding to yeast-displaying BoNT/C light chain C-LC), light chain–translocation domain (C-LC-
HN), translocation domain (C-HN) or binding domain (C-HC). Bound IgGs were detected using
goat anti-human Fc specific, PE-labeled antibody. The yeast display level (expression) for each
yeast-displayed domain was quantitated by staining with anti-SV5-AlexaFluor488. Each FACS plot
shows independent assays for each IgG on each domain.
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and either IgG or scFv mAbs, as described in Figure 2. Epitope overlap was determined using a
sandwich assay where BoNT/C or BoNT/DC was captured by yeast-displayed scFvs and the ability
of each of the other mAbs to simultaneously bind determined using flow cytometry. Epitopes are
represented by colored circles with the color indicating the cross reactivity of the mAb(s): white: binds
BoNT/C only, blue: Binds BoNT/C and BoNT/CD, peach: Binds BoNT/C and BoNT/DC, green:
Binds all four toxins. mAb names within a circle completely overlap and cannot simultaneously bind.
Circles that partially overlap indicate that the mAbs interfere with the binding of the other mAb, as
indicated by a significantly reduced binding signal.

2.4. Affinity Maturation

The affinity of the individual mAbs in an antibody combination impacts potency; the
higher the affinity, the great the potency [31,32]. Affinity maturation of each of the cross-
reactive antibodies (4C4, 4C10, 8DC1, and 8DC4) was undertaken to improve the affinity,
with a goal of a KD less than 1 nM. To increase the potency of the mAb combinations, we
affinity matured each of the cross-reactive mAbs 4C4, 4C10, 8DC1, and 8DC4 that bound
BoNT/C, BoNT/CD, BoNT/DC, and BoNT/D. Affinity was increased by diversifying
the mAb sequence using light chain shuffling, site-directed mutagenesis, or both [49–51].
Higher affinity mutants were selected from mutant yeast libraries using FACS. Individual
clones were characterized by antibody sequence and scFv affinity. Selected clones were
converted to human IgG1 and mAb affinity was measured by using flow fluorimetry
(Table 3). Depending on the mAb, this process was iterated one to five times to achieve
a KD for each of the BoNT types of less than 1 nM and optimally less than 100 pM. As
shown in Table 3, this goal was achieved for each of the four mAbs. Affinities for BoNT/C
increased from 400 pM to greater than 1.8 nM to final KD values of 1.1 to 147 pM for
BoNT/C and from 950 pM to 600 nM to final KD values of 15 to 87 pM for BoNT/DC, with
similar affinity improvements seen for BoNT/CD and BoNT/D. In all cases except for one,
affinities were increased using affinity maturation, with overall affinity increases ranging
from 2.3-fold to greater than 487-fold.

Table 3. Affinities of lead and final BoNT/C and BoNT/D IgG mAbs. The lead antibody appears
first in the table and the final affinity matured mAb is shown below.

Dissociation Constant, KD (×10−12 M−1)

Antibody BoNT/C BoNT/CD BoNT/DC Binds BoNT/D

4C4 888 ND 597 ND
4C4.1 570 1400 58 898
4C4.2 35 252 126 254
4C4.4 16 16 87 34

4C10 401 ND 107,000 (as scFv) ND
4C10.1 95 374 7300 6000
4C10.2 34 0.73 892 1450
4C10.5 1.1 2.43 15 17

8DC1 1809 ND 95 ND
8DC1.2 779 426 174 370

8DC4 3000 (as scFv) ND 39,000 (as scFv) ND
8DC4.1 1400 591 1400 1400
8DC4.4 136 117 146 157
8DC4.5 147 38 25 12

ND = not determined.

2.5. Mouse Neutralization Assays

For in vivo assays, we first confirmed the need for a multi-antibody combination to
achieve high-potency neutralization using BoNT/C and BoNT/C mAbs 1C1.1, 4C2 and
4C10. Each individual mAb, mAb pair, and the three mAb combination of 1C1.1:4C2:4C10
were evaluated in the mouse neutralization assay, where 50 µg of each mAb or an equimolar
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mixture of each mAb combination was mixed with BoNT/C and injected intraperitoneally
in mice, and the number of mice that survived at 5 days was determined. Survival
endpoints are where 50% or more of the mice survive challenge. As observed for other
BoNT serotypes [31,32,52], individual mAbs were not very potent, with survival endpoints
of 60–100% at 20–200 LD50s (Table 4). The use of mAb pairs increased potency: there
were survival endpoints of 100% at 500 LD50 with 1C1:4C10, 70% at 2500 LD50 with
4C2:4C10, and 70% at 5000 LD50 with 1C1:4C2. Adding a third mAb further increased
potency. The antibody combination 1C1:4C2:4C10 completely protected mice challenged
with 20,000 mouse LD50s. Thus, this three mAb combination was 100 times more potent
than the most potent single mAb (1C1.1).

Table 4. Protection of mice against intraperitoneal challenge with BoNT/C.

LD50 of BoNT/ C 20 200 500 2500 5000 10,000 20,000 40,000

mAbs Mice surviving/10 mice treated
1C1.1 10/10 10/10 1/10
4C2 6/10 0/10

4C10 6/10 0/10
1C1.1:4C2 10/10 10/10 7/10 2/10
1C1.1:4C10 10/10 3/10 2/10
4C2:4C10 10/10 7/10 2/10

1C1.1:4C2:4C10 10/10 10/10 1/10
4C4.2:8DC4.1:4C10.2 2/10 0/10

4C2:4C4.2:8DC4.1:4C10.2 9/10 0/10
The indicated amount of BoNT and 50 µg of the indicated single mAb or an equimolar combination of the
indicated two or three mAbs combinations were injected intraperitoneally (I.P.) into cohorts of ten mice and the
number of mice surviving was determined.

While the above experiments illustrated the need for multiple antibodies to achieve
high potency, the experiments used mAbs that were specifically chosen for their affinity
for BoNT/C (190 pM-1.1 nM), rather than their cross-reactive potential. Therefore, we
next evaluated the relative potencies of three mAb combinations using cross-reactive
mAbs binding BoNT/C, BoNT/CD, BoNT/DC, and BoNT/D (4C4, 4C10 and 8DC4)
with and without the addition of mAb 4C2. Initial experiments using BoNT/C as the
challenge toxin showed the triple antibody combination of 4C4.2:8DC4.1:4C10.2 to be less
effective than the combination of 1C1:4C2:4C10, with little or no survival seen against
5000 LD50. The addition of the mAb 4C2, which binds both BoNT/C and BoNT/DC,
increased protection, with 9/10 mice surviving challenge with 20,000 LD50. The reason for
the relative lower potency for the combination of three cross-reactive mAbs compared to
the mAb combination of 1C1.1:4C2:4C10 is not known. The affinities of these mAbs are not
dramatically different, so it is possible that this is due to differences between mAbs in the
ability of the mAbs to bind BoNT simultaneously.

Given the increased potency of the four-mAb combination compared to the three-
mAb combination versus BoNT/C, we evaluated decreasing doses of the affinity-matured
antibody combination of 4C2:4C4.4:4C10.5:8DC4.4 against 40,000 LD50 challenges using
BoNT/C, BoNT/CD, and BoNT/DC, and 10,000 LD50 using BoNT/D. Complete protection
was seen versus BoNT/C, BoNT/CD, and BoNT/DC when 50 µg of total antibody doses
were administered. Partial or complete survival against each of these three toxins was seen
with antibody doses of 5.0–10 µg (Table 5). This protective efficacy is comparable to that
observed for mAb combinations with other serotypes [31,32,43,53]. However, the potency
of this mAb combination was somewhat lower for BoNT/D, where 80% protection was
seen using 50 µg of antibody versus 10,000 LD50 toxin.
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Table 5. Endpoint protection of the four-antibody combination 4C2:4C4.4:4C10.5:8DC4.4 versus 40,000 LD50 BoNT/C,
BoNT/CD and BoNT/DC and 10,000 LD50 BoNT/D.

Number of Survivors/Total Mice Treated

Toxin Used and Lot BoNT/C
C112913-01

BoNT/CD
CDU 021113

BoNT/DC
D010604-01

BoNT/D
U 021113

Total Antibody Dose per Mouse
50 µg 10/10 10/10 10/10 4/5
10 µg 10/10 5/10 10/10
5.0 µg 10/10 5/10 0/10
1.0 µg 0/10 0/10 0/10
0.5 µg 0/10 0/10 0/10

3. Discussion

The screening of human antibody diversity libraries using yeast display followed by
molecular evolution to increase cross-reactivity and affinity allowed for the development
of three mAbs that bound BoNT/C and BoNT/D and the mosaic toxins BoNT/CD and
BoNT/DC with high affinity (KD of 1.1–157 pM). The addition of a fourth mAb resulted
in highly effective protection against each of these four toxins. Generally, there is little or
no cross-affinity or cross-protection between different serotypes. In prior work generat-
ing more than 100 mAbs to BoNT/A, B, E, and F, only one mAb bound more than one
serotype [31,32,43,52,54]. However, BoNT/C and BoNT/D proteins share a higher level of
identity than most serotypes (51%), with a particularly high level of identity in the BoNT
HN (68%). This is a greater than average cross-serotype identity, which provided a hy-
pothesis that the minimal number of mAbs needed to effectively protect against BoNT/C,
BoNT/D, and the mosaic BoNT/CD and BoNT/D toxins might be lower than three per
serotype. As part of this study, we identified two high-affinity cross-reactive mAbs that
recognized the HN domain, and a third high-affinity cross-reactive mAb was identified
that recognized a conserved region of the LC. The addition of a fourth mAb completed
a quadruple antibody combination that was able to completely neutralize 40,000 LD50 of
BoNT/C, BoNT/CD, or BoNT/DC using 5-10 µg antibody doses. This result is compara-
ble to what we observed with triple mAb combinations binding multiple BoNT/A [43],
BoNT/E [32] and BoNT/F [31] subtypes. While the neutralization potency was lower
versus BoNT/D, where the protection endpoint was at 10,000 LD50 using 50 µg of total
antibody, considering the lower toxicity [55,56] and yields of BoNT/D compared to other
toxin types, this represents a substantial protective level. The ability to effectively pro-
tect against two BoNT serotypes using only four mAbs represents significant savings in
manufacturing costs and bioanalytical complexity.

While we did not formally titer the potency of the four-mAb combination in Interna-
tional Units (IUs), the mouse neutralization assay data indicate that this mAb combination
could theoretically yield a neutralization capacity of up to ~4 million mouse LD50/mg of
mAb combination, which would be the equivalent of 400 IU/mg for BoNT/C, BoNT/CD
and BoNT/DC, and 40 IU for BoNT/D. The lower protection against BoNT/D may reflect
the lower affinity of mAb 4C10.2 for BoNT/D.

In the case of BoNT/A, the measured IU potency of a BoNT/A mAb combination was
tightly correlated with the calculated neutralization capacity [43]. According to the package
insert, the potency of the current therapeutic botulinum antitoxin (BAT) [41] is 3000 IU
for BoNT/C and 600 IU for BoNT/D, so an equivalent mAb combination dose would be
~7.5 mg and 15 mg, respectively. In contrast, the adult dose of heptavalent equine BAT
contains between 600 to 1500 mg of equine protein [41]. While the relative amounts of BAT
directed against each of the seven serotypes is unknown, assuming that there is an equal
amount for each serotype would give a potency for BoNT/C of 32 IU/mg and 6 IU/mg
for BoNT/D, making the mAb-based antitoxins 12 and 7 times more potent for BoNT/C
and BoNT/D, respectively. Moreover, the much longer half-life of human IgG mAbs to
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BoNT/C and BoNT/D (10–24 days) [56] compared to BAT (30 and 7.5 h, respectively) [41]
eliminates the risk of rein toxication due to antibody clearance [42].

4. Conclusions

A human four-mAb combination was developed which neutralizes BoNT/C, BoNT/CD
and BoNT/DC and BoNT/D more potently that BAT. Equine BAT is immunogenic and
hypersensitivity reactions have been reported, including cardiac arrest and serum sick-
ness [41], while fully human recombinant mAbs are significantly safer [41,57]. Other
advantages of the mAb combination compared to BAT include the much longer serum
half-life and the ability to make additional lots from existing cell lines without the need to
start from scratch with horse immunizations.

As BoNT/C and D primarily affects animals, the human antibodies described here
could be used to treat botulism in animals, with the caveat that they would potentially
cause immunogenicity in non-human species and that the cost of these antibodies may be
relatively high for a veterinary product considering the dosing that would be needed.

The results of a Phase 1 clinical trial evaluating a combination human/ humanized
antibody product to treat botulism due to serotype A [58] support the safety of recombinant
mAb combination products. The four BoNT/ C and BoNT/D mAb combination described
here is highly potent and by using antibody engineering, we were able to construct a
product that neutralizes two different serotypes and their mosaic toxins where a six-
mAb combination would be anticipated based on prior results (three for BoNT/C and
three for BoNT/D). Component mAbs were selected based on their ability to bind and
neutralize BoNT/C, BoNT/D, and their mosaics. The work described here was the basis for
developing the four-antibody combination drug product to treat human botulism due to
BoNT/C, BoNT/CD, BoNT/DC or BoNT/D (NTM-1634) that completed a Phase 1 clinical
in 2019 [56] with no drug-related serious adverse events.

5. Materials and Methods
5.1. Ethics

The USAMRIID Institutional Animal Care and Use Committee (IACUC) approved
the animal care and use protocols to conduct the animal studies reported here. Research
was conducted in compliance with the Animal Welfare Act, PHS Policy, and other federal
statutes and regulations relating to animals and experiments involving animals. The fa-
cility where this research was conducted is accredited by the Association for Assessment
and Accreditation of Laboratory Animal Care, International (AAALAC/I) and adheres
to principles stated in the Guide for the Care and Use of Laboratory Animals, National
Research Council, 2011. The specific national regulations and guidelines to which this
animal care and use protocol adheres are the following: (1) 7 USC, Sections 2131–2159,
Chapter 54 “Animal Welfare Act”, and (CFR, Chapter 1, Subchapter A, Parts 1–4 “Ani-
mal Welfare Regulations”; (2) Health Research Extension Act of 1985, Public Law 99-158
“Animals in Research” and the Public Health Service Policy in Humane Care and Use of
Laboratory Animals; (3) Biosafety in Microbiological and Biomedical Laboratories, 5th
Edition, NIH, Human and Health Services Publication 21-112; (4) Army Regulation 40-33
“The Care and Use of Animals in DOD Research, Development, Test and Evaluation or
Training Programs”; and (5) DOD Instruction 3216.01 “Use of Animals in DOD Programs”.
DOD uses “The Guide for the Care and Use of Laboratory Animals”, 8th Edition, Institute
for Laboratory Animal Research, National Research Council, as a guideline for the eval-
uation and accreditation of a program and it is based on the actual national regulations
and guidelines for animal care and use programs. The animals used in this study were
euthanized using carbon dioxide gas following the AVMA Guidelines on Euthanasia prior
to spleen removal.

The University of California, San Francisco (UCSF) Institutional Review Board ap-
proved the human use protocol used for the studies described here. Human donors were
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laboratory workers being immunized to work with BoNT who were recruited via an
informational letter and who signed an informed consent form.

5.2. Strains, Media, Antibodies, and Toxin

YPD medium was used for growth of Saccharomyces cerevisiae strain EBY100, SD-CAA,
for the selection of pYD2-transformed EBY100 and SG-CAA, and for the induction of
scFv expression on the surface of EBY100. Escherichia coli strain DH5α was used for the
subcloning and preparation of plasmid DNA.

All IgGs were expressed from Chinese hamster ovary (CHO) cells, while the mouse
anti-SV5 antibody was purified from hybridoma cells and labeled with an AlexaFluor-488 (anti-
SV5-AF-488) or AlexaFluor-647 (anti-SV5-AF-647) labeling kit (Invitrogen, Carlsbad, CA, USA).
The secondary antibody, PE-conjugated goat anti human-Fc, F(ab) was purchased (Jackson
ImmunoResearch Laboratories, West Grove, PA, USA).

BoNT/C and BoNT/DC, as pure holotoxin or toxin complexes, were obtained from
Metabiologics (sold as BoNT/D but confirmed to be BoNT/DC [47]); BoNT/CD was
obtained as a crude extract complex from USAMRIID, and BoNT/D was obtained as a
pure complex from USAMRIID. The determination of the IU potency requires the use of a
WHO-standardized antitoxin. We were not able to access such an antitoxin, and thus were
unable to determine the IU using the standard assay. To calculate the IU potency from the
mouse neutralization data (MNA), an ED50 was interpolated from the MNA data as the
mAb amount at which 50% of mice survived challenge with that dose of BoNT. This ED50
was normalized for a 1 mg amount of mAb and divided by 10,000 mouse LD50s/IU to
determine the IU potency. We have previously shown for BoNT/A that such a calculation
correlates closely to the IU measured using the reference WHO antitoxin.

5.3. Yeast-Displayed Human scFv Library Construction and Library Sorting

To generate human mAbs that bind BoNT/C and /D, total RNA was isolated from
the blood of healthy human donors immunized with investigational pentavalent BoNT
toxoid (formalin inactivated BoNT/A, BoNT/B, BoNT/C, BoNT/D, and BoNT/E). cDNA
synthesis, VH, and Vk gene repertoire preparation and library construction were performed
as described previously [52].

Yeast cells were grown in SD-CAA medium and the display of scFv was induced
by culturing in SG-CAA with 10% SD-CAA for 48 h. For sorting, the libraries were
incubated with 50 nM of BoNT/C or BoNT/DC labeled with Alexa-647 plus SV5-AF-488
at room temperature for 2 h. All subsequent washing and staining steps were performed at
4 ◦C using ice-cold FACS buffer (phosphate-buffered saline, 0.5% bovine serum albumin,
pH 7.4). After washing, yeast clones were flow-sorted on a FACSAria II, and the population
with BoNT/C binding was gated and collected. The collected yeast clones were cultured
and induced for the next round of sorting. After three rounds of sorting, the collected
yeast clones were plated on SD-CAA medium and cultured at 30 ◦C for 48 h. Binding of
individual colonies was confirmed for binding using BoNT/C at progressively reduced
concentrations. Unique BoNT/C binding clones were identified by DNA sequencing and
best binders were converted into IgGs. Cross-reactive antibodies were isolated using
BoNT/DC sorting.

For the isolation of additional BoNT/C and BoNT/DC specific scFvs, the V-genes
of scFvs isolated as described above (mAbs 1C1, 4C2, 4C4, 4C5, 4C10 and 87C78) were
converted to IgGs, purified, and IgG labeled with Alexa Fluor (AF)-647. The sorting
protocol was then modified by incubation with unlabeled BoNT/C or unlabeled BoNT/DC
(50 nM) followed by washing and then incubation with an AF-647-labeled toxin-specific
IgG (2 µg/mL) plus anti-SV5-488. The use of labeled IgGs versus labeled BoNT provided
a more robust staining and sorting reagent; the use of the cross-reactive IgGs allowed us
to sort and analyze binding to all four toxins included in this work. Newly isolated scFvs
(8DC1, 8DC2 and 8DC3) were also converted into IgGs.
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5.4. Measurement of KD Values of Yeast-Displayed scFv

The KD values of yeast-displayed scFvs were measured by flow cytometry, as pre-
viously described, with modification [54]. Briefly, 1 × 106 yeast-displaying scFvs were
incubated for 1 h at room temperature in FACS buffer with six different concentrations of
BoNT/C BoNT/CD, BoNT/D or BoNT/DC purified holotoxins, or crude extracts, that
spanned the range 10-fold above and 10-fold below the expected KD. Ice-cold FACS buffer
was used to wash the samples, and 2 µg/mL each of an AF-647-labeled IgG that bound
a different epitope was added plus anti-SV5-AF-488 at 4 ◦C and incubated for 60 min.
Finally, the yeast clones were washed with ice-cold FACS buffer and the mean fluorescence
intensity (MFl) of binding was measured by flow cytometry, as described previously [52,57].

5.5. Epitope Overlap Analysis

Epitopes were classified based on mAb binding competition to BoNT/C or BoNT/DC,
as previously described [52,54]. Briefly, yeast-displayed scFvs were incubated for 60 min
with 25 nM of one of the toxins. The ability of other IgGs to bind to the same toxin captured
by the yeast-displayed scFvs was detected by incubation for 60 min with 2 µg/mL of Alexa
dye APC conjugated IgG and 1 µg/mL of AF-488-labeled SV5 antibody (SV5-AF-488).
The ability of the IgG to bind the scFv-captured BoNT/C or BoNT/DC, was determined
by flow cytometry. The IgG that bound an overlapping epitope to yeast-displayed scFvs
showed no APC signal, while those binding non-overlapping epitopes showed a positive
APC signal.

5.6. Affinity Maturation

To increase the affinity of mAbs 1C1, 4C4, 4C10, 8DC1 and 8DC4, individual VL chain-
shuffled scFv libraries were created. For each scFv library, VK gene repertoires from human
immune scFv libraries were amplified by PCR using Pfu polymerase (Stratagene Belling-
ham, WA, USA) and the primers (5′-GGCGGAGGTGGCTCTGGCGGTGGCGGGTCG-3′)
and PYDR1(GGTGATGGTGATGATGACCGGTACGCGTAG). To further increase VL diver-
sity, the VL repertoire from a large non-immune scFv phage antibody library transferred
from the phagemid vector pHEN1 and cloned into pYD2 was also used [59]. The VH
DNA for each of the scFvs to mature was amplified from the scFv gene in pYD2 using
primer PYD-F1 (5′-CCCCTCAACAACTAGCAAAGGCAGCCC-3′), that anneals upstream
of the VH gene, and primer (5′-CGACCCGCCACCGCCAGAGCCACCTCCGCC-3′) that
anneals in the linker gene between the VH and VL genes. The gel-purified VH gene was
mixed with the gel-purified VL repertoires and combined with NcoI- and NotI-digested
pYD2 vector DNA. This mixture was used to transform LiAc-treated EBY100 cells by
three-fragment gap repair. Library sizes were approximately 107. To select higher affinity
scFvs, the VL-shuffled library was sorted as described above.

To create complementarity determining region (CDR) libraries, spiked primers were
used to introduce mutations into four or five residues, located in the H1 or H3 loops of
each scFv to mature, as described previously [51]. Spiked oligonucleotides were designed
to have a bias for a 25% or 50% wild-type amino acid at each position, according to the
codon usage. Library sizes were approximately 108.

To select higher affinity scFvs and maintain cross-reactivity, the VL-shuffled library
was sorted as described above for each scFv. To maintain cross-reactivity, sorting was
alternated between BoNT/C and BoNT/DC. The KD values of libraries for both toxins
were measured after each round to decide which toxin to use for the following sort.
Alternatively, we used a dual staining protocol using recombinant BoNT/C LC-HN plus
BoNT/DC and detected each with a different label antibody, e.g., incubating after toxin
staining with 1C1 Alexa Fluor-488 (binds to the BoNT/C LC-HN domain only) and 4C2
AF-647 (Binds the HC domain so only BoNT/DC would be detected) plus SV5 antibody
(Mouse IgG2a) and goat anti-mouse specific-PE labeled antibody (Jackson Immunoresearch
#115-116-146) was used to detect expression.
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5.7. Germline Fitting

The closest predecessor germlines for each scFv were identified using IMGT/V-
Quest [60]. Sequences were compared to find the divergent amino acids. Then, mutations
were restored to its germline amino acid by the QuikChange II-E Site-Directed Mutagenesis
Kit (Agilent, Santa Clara, CA, USA), as described above for epitope mapping. The KD
values for each construct were determined as yeast-displayed scFvs using flow cytom-
etry. Changes that did not reduce binding affinity were incorporated. After scFv gene
optimization, the final clone was used as a template to continue with the next step of
affinity maturation.

5.8. Measurement of Solution Phase Affinity at Equilibrium

For selected IgGs, the solution phase affinity at equilibrium and binding kinetics
were measured using flow fluorimetry in a KinExA as previously described [54,57], except
that pure BoNT/C or /DC toxins or crude culture supernatants of BoNT/CD or BoNT/D
were used.

5.9. Measurement of In Vivo Toxin Neutralization

The mouse neutralization assay was performed as described previously [43] using
female CD-1 mice. Briefly, an equimolar mixture of one to four IgG antibodies (0.5 to
50 µg total antibody) were premixed with a range of mouse LD50 of BoNT/C, BoNT/CD,
BoNT/DC, or BoNT/D in a total volume of 0.5 mL of gelatin phosphate buffer and incu-
bated at room temperature for 30 min. The mixture was then injected intraperitoneally
into cohorts of ten mice. Due to toxin scarcity, studies using BoNT/D involved cohorts
of five mice. The animals were observed multiple times daily for clinical signs of bo-
tulism. Moribund animals were euthanized. Surviving mice at the study endpoint (5 days)
were tabulated.

Author Contributions: C.G.-R., T.J.S. and J.L. designed and performed the experiments and analyzed
the data; I.N.G., F.C., J.D., J.C.S., J.L.B., S.Y., K.A.K., Z.S. and W.-H.W. performed the experiments
and analyzed the data; T.J.S., designed and performed the experiments and analyzed the data and
the edited manuscript; J.D.M. and L.A.S. conceived of experiments and analyzed the data; C.G.-R.,
J.D.M. and S.F.-J. wrote and edited the manuscript. All authors have read and agreed to the published
version of the manuscript.

Funding: This work was funded in part by the National Institute of Health (NIH)/National Institute
of Allergy and Infectious Diseases (NIAID) under Cooperative Agreement U01 AI056493 (to JDM)
and DTRA contract HDTRA1-07-C-0030 (to JDM). Opinions, interpretations, conclusions, and rec-
ommendations are those of the authors and not necessarily endorsed by the U.S. Army, NIAID, or
the NIH.

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: We have not disclosed the sequences of the antibodies described here
because their intended use is for biodefense. All other data is included in this manuscript.

Conflicts of Interest: The authors declare no conflict of interest.

References
1. Hatheway, C.L. Botulism: The present status of the disease. Curr. Top. Microbiol. Immunol. 1995, 195, 55–75.
2. Centers for Disease Control and Prevention. Botulism in the United States. In Handbook for Epidemiologists, Clinicians, and

Laboratory Workers; Centers for Disease Control and Prevention: Atlanta, GA, USA, 1998; pp. 1899–1996.
3. Lacy, D.B.; Stevens, R.C. Sequence homology and structural analysis of the clostridial neurotoxins. J. Mol. Biol. 1999, 291,

1091–1104. [CrossRef]
4. Hill, K.K.; Smith, T.J. Genetic diversity within Clostridium botulinum serotypes, botulinum neurotoxin gene clusters and toxin

subtypes. In Botulinum Neurotoxins; Rummel, A., Binz, T., Eds.; Springer: Hanover, Germany, 2013; pp. 1–20.
5. Takeda, M.; Tsukamoto, K.; Kohda, T.; Matsui, M.; Mukamoto, M.; Kozaki, S. Characterization of the Neurotoxin Produced by

Isolates Associated with Avian Botulism. Avian Dis. 2005, 49, 376–381. [CrossRef] [PubMed]

http://doi.org/10.1006/jmbi.1999.2945
http://doi.org/10.1637/7347-022305R1.1
http://www.ncbi.nlm.nih.gov/pubmed/16252491


Toxins 2021, 13, 641 14 of 16

6. Lindberg, A.; Skarin, H.; Knutsson, R.; Blomqvist, G.; Båverud, V. Real-Time PCR for Clostridium botulinum Type c Neurotoxin
(BoNTC) Gene, Also Covering a Chimeric C/D Sequence—Application on Outbreaks of Botulism in Poultry. Vet. Microbiol. 2010,
146, 118–123. [CrossRef] [PubMed]

7. Souillard, R.; Woudstra, C.; Le Maréchal, C.; Dia, M.; Bayon-Auboyer, M.H.; Chemaly, M.; Fach, P.; Le Bouquin, S. Investigation of
Clostridium Botulinum in Commercial Poultry Farms in France between 2011 and 2013. JWVPA 2014, 43, 458–464.

8. Borland, E.; Moryson, C.; Smith, G. Avian Botulism and the High Prevalence of Clostridium Botulinum in the Norflok Broads.
Vet. Rec. 1977, 100, 106–109. [CrossRef] [PubMed]

9. Galvin, J.W.; Hollier, T.J.; Bodinnar, K.D.; Bunn, C.M. An Outbreak of Botulism in Wild Waterbirds in Southern Australia. J. Wildl.
Dis. 1985, 21, 347–350. [CrossRef]

10. Jensen, W.I.; Price, J.I. The global importance of type C botulism in wild birds. In Avian Botulism: An International Perspective;
Eklund, M.W., Ed.; Charles C. Thomas: Springfield, IL, USA, 1987; pp. 33–54.

11. Bruchim, Y.; Steinman, A.; Markovitz, M.; Baneth, G.; Elad, D.; Shpigel, N.Y. Toxicological, Bacteriological and Serological
Diagnosis of Botulism in a Dog. Vet. Rec. 2006, 158, 768–769. [CrossRef] [PubMed]

12. Farrow, B.R.H.; Murrell, W.G.; Revington, M.L.; Stewart, B.J.; Zuber, R.M. Type c Botulism in Young Dogs. Aust. Vet. J. 1983, 60,
374–377. [CrossRef]

13. Barsanti, J.A.; Walser, M.; Hatheway, C.L.; Bowen, J.M.; Crowell, W. Type C Botulism in American Foxhounds. J. Am. Vet. Med.
Assoc. 1978, 172, 809–813. [PubMed]

14. Lindström, M.; Nevas, M.; Kurki, J.; Sauna-aho, R.; Latvala-Kiesila, A.; Pölönen, I.; Korkeala, H. Type C Botulism due to Toxic
Feed Affecting 52,000 Farmed Foxes and Minks in Finland. J. Clin. Microbiol. 2004, 42, 4718–4725. [CrossRef]

15. Schoenbaum, M.A.; Hall, S.M.; Glock, R.D.; Grant, K.; Jenny, A.L.; Schiefer, T.J.; Sciglibaglio, P.; Whitlock, R.H. An Outbreak of
Type c Botulism in 12 Horses and a Mule. J. Am. Vet. Med. Assoc. 2000, 217, 365–368. [CrossRef] [PubMed]

16. Kinde, H.; Bettey, R.L.; Ardans, A.; Galey, F.D.; Daft, B.M.; Walker, R.L.; Eklund, M.W.; Byrd, J.W. Clostridium botulinum Type-C
Intoxication Associated with Consumption of Processed Alfalfa Hay Cubes in Horses. J. Am. Vet. Med. Assoc. 1991, 199, 742–746.
[PubMed]

17. Guizelini, C.C.; Lemos, R.A.A.; de Paula, J.L.P.; Pupin, R.C.; Gomes, D.C.; Barros, C.S.L.; Neves, D.A.; Alcântara, L.O.B.; Silva, R.O.S.;
Lobato, F.C.F.; et al. Type C Botulism Outbreak in Feedlot Cattle Fed Contaminated Corn Silage. Anaerobe 2019, 55, 103–106.
[CrossRef]

18. Shnaiderman-Torban, A.; Elad, D.; Kelmer, G.; Avni, G.; Shalit, U.; Steinman, A. An Outbreak of Equine Botulism Type D in Israel.
Equine Vet. Educ. 2017, 30, 594–597. [CrossRef]

19. Smith, G.R.; Milligan, R.A. Clostridium botulinum type D in Britain. Vet. Rec. 1977, 100, 121–122. [CrossRef]
20. Lindström, M.; Myllykoski, J.; Sivelä, S.; Korkeala, H. Clostridium botulinumin Cattle and Dairy Products. Crit. Rev. Food Sci. Nutr.

2010, 50, 281–304. [CrossRef]
21. Souillard, R.; Grosjean, D.; Le Gratiet, T.; Poezevara, T.; Rouxel, S.; Balaine, L.; Macé, S.; Martin, L.; Anniballi, F.; Chemaly, M.; et al.

Asymptomatic Carriage of C. botulinum Type D/c in Broiler Flocks as the Source of Contamination of a Massive Botulism
Outbreak on a Dairy Cattle Farm. Front. Microbiol. 2021, 12, 679377. [CrossRef]

22. Böhnel, H.; Neufeld, B.; Gessler, F. Botulinum Neurotoxin Type B in Milk from a Cow Affected by Visceral Botulism. Vet. J. 2005,
169, 124–125. [CrossRef]

23. Dutra, I.S.; Döbereiner, J.; Rosa, I.V.; Souza, L.A.A.; Nonato, M. Surtos de Botulismo Em Bovinos No Brasil Associados à Ingestão
de Água Contaminada. Pesqui. Vet. Bras. 2001, 21, 43–48. [CrossRef]

24. Demarchi, J.; Mourgues, C.; Orio, J.; Prevot, A.R. Existence of Type D Botulism in Man. Bull. Acad. Med. Par. 1958, 142, 580–582.
25. Prévot, A.R.; Silloc, R.; Quentin, M. Existence En France Du Botulisme Bovin de Type C. Bull. l’Acad. Vét. Fr. 1953, 106, 73–78.

[CrossRef]
26. Lúquez, C.; Dykes, J.K.; Yu, P.A.; Raphael, B.H.; Maslanka, S.E. First Report Worldwide of an Infant Botulism Case due to

Clostridium botulinum Type E. J. Clin. Microbiol. 2010, 48, 326–328. [CrossRef] [PubMed]
27. Kimura, K.; Fujii, N.; Tsuzuki, K.; Murakami, T.; Indoh, T.; Yokosawa, N.; Takeshi, K.; Syuto, B.; Oguma, K. The Complete

Nucleotide Sequence of the Gene Coding for Botulinum Type C1 Toxin in the C-ST Phage Genome. Biochem. Biophys. Res.
Commun. 1990, 171, 1304–1311. [CrossRef]

28. Eleopra, R.; Tugnoli, V.; Quatrale, R.; Rossetto, O.; Montecucco, C. Different Types of Botulinum Toxin in Humans. Mov. Disord.
2004, 19 (Suppl. 8), S53–S59. [CrossRef]

29. Kutschenko, A.; Weisemann, J.; Kollewe, K.; Fiedler, T.; Alvermann, S.; Böselt, S.; Escher, C.; Garde, N.; Gingele, S.; Kaehler, S.-B.; et al.
Botulinum Neurotoxin Serotype D—A Potential Treatment Alternative for BoNT/a and B Non-Responding Patients. Clin.
Neurophysiol. 2019, 130, 1066–1073. [CrossRef] [PubMed]

30. Pitt, M.L.M.; LeClaire, R.D. Pathogenesis by aerosol. In Biological Weapons Defense; Springer: Berlin/Heidelberg, Germany, 2005;
pp. 65–78.

31. Fan, Y.; Garcia-Rodriguez, C.; Lou, J.; Wen, W.; Conrad, F.; Zhai, W.; Smith, T.J.; Smith, L.A.; Marks, J.D. A Three Monoclonal
Antibody Combination Potently Neutralizes Multiple Botulinum Neurotoxin Serotype F Subtypes. PLoS ONE 2017, 12, e0174187.
[CrossRef] [PubMed]

http://doi.org/10.1016/j.vetmic.2010.04.030
http://www.ncbi.nlm.nih.gov/pubmed/20537470
http://doi.org/10.1136/vr.100.6.106
http://www.ncbi.nlm.nih.gov/pubmed/320751
http://doi.org/10.7589/0090-3558-21.4.347
http://doi.org/10.1136/vr.158.22.768
http://www.ncbi.nlm.nih.gov/pubmed/16751315
http://doi.org/10.1111/j.1751-0813.1983.tb02852.x
http://www.ncbi.nlm.nih.gov/pubmed/640944
http://doi.org/10.1128/JCM.42.10.4718-4725.2004
http://doi.org/10.2460/javma.2000.217.365
http://www.ncbi.nlm.nih.gov/pubmed/10935041
http://www.ncbi.nlm.nih.gov/pubmed/1955364
http://doi.org/10.1016/j.anaerobe.2018.11.003
http://doi.org/10.1111/eve.12725
http://doi.org/10.1136/vr.100.6.121
http://doi.org/10.1080/10408390802544405
http://doi.org/10.3389/fmicb.2021.679377
http://doi.org/10.1016/j.tvjl.2004.01.006
http://doi.org/10.1590/S0100-736X2001000200002
http://doi.org/10.4267/2042/69056
http://doi.org/10.1128/JCM.01420-09
http://www.ncbi.nlm.nih.gov/pubmed/19906896
http://doi.org/10.1016/0006-291X(90)90828-B
http://doi.org/10.1002/mds.20010
http://doi.org/10.1016/j.clinph.2019.02.007
http://www.ncbi.nlm.nih.gov/pubmed/30871800
http://doi.org/10.1371/journal.pone.0174187
http://www.ncbi.nlm.nih.gov/pubmed/28323873


Toxins 2021, 13, 641 15 of 16

32. Garcia-Rodriguez, C.; Razai, A.; Geren, I.N.; Lou, J.; Conrad, F.; Wen, W.-H.; Farr-Jones, S.; Smith, T.J.; Brown, J.L.; Skerry, J.C.; et al. A
Three Monoclonal Antibody Combination Potently Neutralizes Multiple Botulinum Neurotoxin Serotype E Subtypes. Toxins
2018, 10, 105. [CrossRef]

33. Hill, K.K.; Smith, T.J.; Helma, C.H.; Ticknor, L.O.; Foley, B.T.; Svensson, R.T.; Brown, J.L.; Johnson, E.A.; Smith, L.A.; Okinaka, R.T.; et al.
Genetic diversity among Botulinum Neurotoxin-producing clostridial strains. J. Bacteriol. 2007, 189, 818–832. [CrossRef]

34. Smith, T.J.; Lou, J.; Geren, I.N.; Forsyth, C.M.; Tsai, R.; LaPorte, S.L.; Tepp, W.H.; Bradshaw, M.; Johnson, E.A.; Smith, L.A.; et al.
Sequence variation within botulinum neurotoxin serotypes impacts antibody binding and neutralization. Inf. Immun. 2005, 73,
5450–5457. [CrossRef]

35. Hauser, D.; Eklund, M.W.; Kurazono, H.; Binz, T.; Niemann, H.; Gill, D.M.; Boquet, P.; Popoff, M.R. Nucleotide sequence of
Clostridium botulinum C1 neurotoxin. Nucleic Acids Res. 1990, 18, 4924. [CrossRef] [PubMed]

36. Nakajima, H.; Inoue, K.; Ikeda, T.; Fujinaga, Y.; Sunagawa, H.; Takeshi, K.; Ohyama, T.; Watanabe, T.; Inoue, K.; Oguma, K.
Molecular composition of the 16S toxin produced by a Clostridium botulinum type D strain 1873. Microbiol. Immunol. 1998, 42,
599–605. [CrossRef]

37. Sunagawa, H.; Ohyama, T.; Watanabe, T.; Inoue, K. The complete amino acid sequence of the Clostridium botulinum type D
neurotoxin, deduced by nucleotide sequence analysis of the encoding phage d-16 phi genome. J. Vet. Med. Sci. 1992, 54, 905–913.
[CrossRef]

38. Moriishi, K.; Koura, M.; Abe, N.; Fujii, N.; Fujinaga, Y.; Inoue, K.; Ogumad, K. Mosaic structures of neurotoxins produced from
Clostridium botulinum types C and D organisms. Biochim. Biophys. Acta 1996, 1307, 123–126. [CrossRef]

39. Arnon, S.S.; Schechter, R.; Inglesby, T.V.; Henderson, D.A.; Bartlett, J.G.; Ascher, M.S.; Eitzen, E.; Fine, A.D.; Hauer, J.; Layton, M.; et al.
Botulinum toxin as a biological weapon: Medical and public health management. JAMA 2001, 285, 1059–1070. [CrossRef]

40. 2017–2018 Public Health Emergency Medical Countermeasures Enterprise (PHEMCE) Strategy and Implementation Plan. Available
online: https://www.phe.gov/Preparedness/mcm/phemce/Documents/2017-phemce-sip.pdf (accessed on 2 September 2021).

41. Cangene Corp. BAT®[Botulism Antitoxin Heptavalent (A, B, C, D, E, F, G)–(Equine)] Sterile Solution for Injection. 2013. Available
online: https://www.fda.gov/media/85514/download (accessed on 2 September 2021).

42. Fagan, R.P.; Neil, K.P.; Sasich, R.; Luquez, C.; Asaad, H.; Maslanka, S.; Khalil, W. Initial recovery and rebound of type f intestinal
colonization botulism after administration of investigational heptavalent botulinum antitoxin. Clin. Infect. Dis. 2011, 53,
e125–e128. [CrossRef] [PubMed]

43. Nowakowski, A.; Wang, C.; Powers, D.B.; Amersdorfer, P.; Smith, T.J.; Montgomery, V.A.; Sheridan, R.; Blake, R.; Smith, L.A.;
Marks, J.D. Potent neutralization of botulinum neurotoxin by recombinant oligoclonal antibody. Proc. Natl. Acad. Sci. USA 2002,
99, 11346–11350. [CrossRef] [PubMed]

44. Takahashi, T.; Joshi, S.G.; Al-Saleem, F.; Ancharski, D.; Singh, A.; Nasser, Z.; Simpson, L.L. Localization of the sites and
characterization of the mechanisms by which anti-light chain antibodies neutralize the actions of the botulinum holotoxin. Vaccine
2009, 27, 2616–2624. [CrossRef]

45. Gil, L.A.F.; Cunha, C.E.P.D.; Moreira, G.M.S.G.; Salvarani, F.M.; Assis, R.A.; Lobato, F.C.F.; Mendonça, M.; Dellagostin, O.A.;
Conceição, F.R. Production and evaluation of a recombinant chimeric vaccine against Clostridium botulinum neurotoxin types C
and D. PLoS ONE 2013, 8, e69692. [CrossRef] [PubMed]

46. Webb, R.P.; Smith, T.J.; Wright, P.M.; Montgomery, V.A.; Meagher, M.M.; Smith, L.A. Protection with recombinant Clostridium
botulinum C1 and D binding domain subunit (Hc) vaccines against C and D neurotoxins. Vaccine 2007, 25, 4273–4282. [CrossRef]
[PubMed]

47. Peng, L.; Berntsson, R.P.-A.; Tepp, W.H.; Pitkin, R.M.; Johnson, E.A.; Stenmark, P.; Dong, M. Botulinum neurotoxin D-C uses
synaptotagmin I and II as receptors, and human synaptotagmin II is not an effective receptor for type B, D-C and G toxins. J. Cell
Sci. 2012, 125 Pt 13, 3233–3242. [CrossRef] [PubMed]

48. Levy, R.; Forsyth, C.M.; LaPorte, S.L.; Geren, I.N.; Smith, L.A.; Marks, J.D. Fine and domain-level epitope mapping of botulinum
neurotoxin type A neutralizing antibodies by yeast surface display. J. Mol. Biol. 2007, 365, 196–210. [CrossRef]

49. Garcia-Rodriguez, C.; Levy, R.; Arndt, J.W.; Forsyth, C.M.; Razai, A.; Lou, J.; Geren, I.; Stevens, R.C.; Marks, J.D. Molecular
evolution of antibody cross reactivity for multiple subtypes of type A botulinum neurotoxin. Nat. Biotechnol. 2007, 25, 107–116.
[CrossRef] [PubMed]

50. Lou, J.; Geren, I.; Garcia-Rodriguez, C.; Forsyth, C.M.; Wen, W.; Knopp, K.; Brown, J.; Smith, T.; Smith, L.A.; Marks, J.D. Affinity
maturation of human botulinum neurotoxin antibodies by light chain shuffling via yeast mating. Protein Eng. Des. Sel. 2010, 23,
311–319. [CrossRef]

51. Razai, A.; Garcia-Rodriguez, C.; Lou, J.; Geren, I.N.; Forsyth, C.M.; Robles, Y.; Tsai, R.; Smith, T.J.; Smith, L.A.; Siegel, R.W.; et al.
Molecular evolution of antibody affinity for sensitive detection of botulinum neurotoxin type A. J. Mol. Biol. 2005, 351, 158–169.
[CrossRef] [PubMed]

52. Fan, Y.; Dong, J.; Lou, J.; Wen, W.; Conrad, F.; Geren, I.N.; Garcia-Rodriguez, C.; Smith, T.J.; Smith, L.A.; Ho, M.; et al. Monoclonal
antibodies that inhibit the proteolytic activity of botulinum neurotoxin serotype/B. Toxins 2015, 7, 3405–3423. [CrossRef]
[PubMed]

53. Tomic, M.T.; Espinoza, Y.; Martinez, Z.; Pham, K.; Cobb, R.R.; Snow, D.M.; Earnhart, C.G.; Pals, T.; Syar, E.S.; Niemuth, N.; et al.
Monoclonal antibody combinations prevent serotype A and serotype B inhalational botulism in a guinea pig model. Toxins 2019,
11, 208. [CrossRef]

http://doi.org/10.3390/toxins10030105
http://doi.org/10.1128/JB.01180-06
http://doi.org/10.1128/IAI.73.9.5450-5457.2005
http://doi.org/10.1093/nar/18.16.4924
http://www.ncbi.nlm.nih.gov/pubmed/2204031
http://doi.org/10.1111/j.1348-0421.1998.tb02330.x
http://doi.org/10.1292/jvms.54.905
http://doi.org/10.1016/0167-4781(96)00006-1
http://doi.org/10.1001/jama.285.8.1059
https://www.phe.gov/Preparedness/mcm/phemce/Documents/2017-phemce-sip.pdf
https://www.fda.gov/media/85514/download
http://doi.org/10.1093/cid/cir550
http://www.ncbi.nlm.nih.gov/pubmed/21896700
http://doi.org/10.1073/pnas.172229899
http://www.ncbi.nlm.nih.gov/pubmed/12177434
http://doi.org/10.1016/j.vaccine.2009.02.051
http://doi.org/10.1371/journal.pone.0069692
http://www.ncbi.nlm.nih.gov/pubmed/23936080
http://doi.org/10.1016/j.vaccine.2007.02.081
http://www.ncbi.nlm.nih.gov/pubmed/17395341
http://doi.org/10.1242/jcs.103564
http://www.ncbi.nlm.nih.gov/pubmed/22454523
http://doi.org/10.1016/j.jmb.2006.09.084
http://doi.org/10.1038/nbt1269
http://www.ncbi.nlm.nih.gov/pubmed/17173035
http://doi.org/10.1093/protein/gzq001
http://doi.org/10.1016/j.jmb.2005.06.003
http://www.ncbi.nlm.nih.gov/pubmed/16002090
http://doi.org/10.3390/toxins7093405
http://www.ncbi.nlm.nih.gov/pubmed/26343720
http://doi.org/10.3390/toxins11040208


Toxins 2021, 13, 641 16 of 16

54. Fan, Y.; Geren, I.N.; Dong, J.; Lou, J.; Wen, W.; Conrad, F.; Smith, T.J.; Smith, L.A.; Ho, M.; Pires-Alves, M.; et al. Monoclonal
antibodies targeting the alpha-exosite of botulinum neurotoxin serotype/A inhibit catalytic activity. PLoS ONE 2015, 10, e0135306.
[CrossRef]

55. Pellett, S.; Tepp, W.H.; Scherf, J.M.; Pier, C.L.; Johnson, E.A. Activity of botulinum neurotoxin type D (strain 1873) in human
neurons. Toxicon 2015, 101, 63–69. [CrossRef]

56. Snow, D.M.; Riling, K.; Kimbler, A.; Espinoza, Y.; Wong, D.; Pham, K.; Martinez, Z.; Kraus, C.N.; Conrad, F.; Garcia-Rodriguez, C.
Safety and Pharmacokinetics of a Four Monoclonal Antibody Combination Against Botulinum C and D Neurotoxins. Antimicrob.
Agents Chemother. 2019, 63, e012700-19. [CrossRef]

57. Dong, J.; Thompson, A.A.; Fan, Y.; Lou, J.; Conrad, F.; Ho, M.; Pires-Alves, M.; Wilson, B.A.; Stevens, R.C.; Marks, J.D. A
single-domain llama antibody potently inhibits the enzymatic activity of botulinum neurotoxin by binding to the non-catalytic
alpha-exosite binding region. J. Mol. Biol. 2010, 397, 1106–1118. [CrossRef] [PubMed]

58. Nayak, S.U.; Griffiss, J.M.; McKenzie, R.; Fuchs, E.J.; Jurao, R.A.; An, A.T.; Ahene, A.; Tomic, M.; Hendrix, C.W.; Zenilman, J.M.
Safety and pharmacokinetics of XOMA 3AB, a novel mixture of three monoclonal antibodies against botulinum toxin A.
Antimicrob. Agents Chemother. 2014, 58, 5047–5053. [CrossRef]

59. Sheets, M.D.; Amersdorfer, P.; Finnern, R.; Sargent, P.; Lindqvist, E.; Schier, R.; Hemingsen, G.; Wong, C.; Gerhart, J.C.; Marks, J.D.
Efficient construction of a large nonimmune phage antibody library: The production of high-affinity human single-chain
antibodies to protein antigens. Proc. Natl. Acad. Sci. USA 1998, 95, 6157–6162. [CrossRef] [PubMed]

60. Giudicelli, V.; Brochet, X.; Lefranc, M.-P. IMGT/V-QUEST: IMGT Standardized Analysis of the Immunoglobulin (IG) and T Cell
Receptor (TR) Nucleotide Sequences. Cold Spring Harb. Protoc. 2011, 2011, 5633. [CrossRef] [PubMed]

http://doi.org/10.1371/journal.pone.0135306
http://doi.org/10.1016/j.toxicon.2015.04.015
http://doi.org/10.1128/AAC.01270-19
http://doi.org/10.1016/j.jmb.2010.01.070
http://www.ncbi.nlm.nih.gov/pubmed/20138889
http://doi.org/10.1128/AAC.02830-14
http://doi.org/10.1073/pnas.95.11.6157
http://www.ncbi.nlm.nih.gov/pubmed/9600934
http://doi.org/10.1101/pdb.prot5633
http://www.ncbi.nlm.nih.gov/pubmed/21632778

	Introduction 
	Results 
	BoNT/C and BoNT/D Sequence Analysis and Modeling 
	Generation and Characterization of Human Monoclonal Antibodies 
	Epitope Mapping 
	Affinity Maturation 
	Mouse Neutralization Assays 

	Discussion 
	Conclusions 
	Materials and Methods 
	Ethics 
	Strains, Media, Antibodies, and Toxin 
	Yeast-Displayed Human scFv Library Construction and Library Sorting 
	Measurement of KD Values of Yeast-Displayed scFv 
	Epitope Overlap Analysis 
	Affinity Maturation 
	Germline Fitting 
	Measurement of Solution Phase Affinity at Equilibrium 
	Measurement of In Vivo Toxin Neutralization 

	References

